ABSTRACT Streptococcus pneumoniae serotype 12F rarely colonizes the nasopharynx but commonly causes invasive pneumococcal disease. Here, we report the complete genome sequence of a sequence type 4846 (ST4846) S. pneumoniae serotype 12F strain isolated from a cluster of invasive pneumococcal disease patients in Japan.
76,206 reads, respectively. Illumina short reads were mapped to the contigs obtained from the HGAP assembly using CLC Genomic Workbench version 8.5.1 (Qiagen, Venlo, Netherlands). The length and number of Illumina reads were 619,654,081 bases and 2,811,564 reads, respectively, in total. Contigs from the two assemblies were compared, confirmed by Sanger sequencing, and manually curated.
The ASP0581 genome sequence was confirmed by Sanger sequencing to be closed. Annotation was performed using DDBJ Fast Annotation and Submission Tool (10) .
The complete genome sequence of ASP0581 was 2,155,932 bp, with 39.5% GϩC content. We observed 2,161 protein-coding regions, 4 rRNA operons, and 58 tRNA genes. The genomic sequence of the strain was queried on the pneumococcal MLST website (https://pubmlst.org/spneumoniae/). Allelic numbers of seven housekeeping genes (aroE, gdh, gki, recP, spi, xpt, ddl) and a sequence type (ST) were assigned. The ST of ASP0581 was determined to be ST4846.
These data might help comparisons between the 12F S. pneumoniae strains that cause infections in different regions of Japan and with 12F strains isolated from countries and regions other than Japan.
Data availability. The whole-genome sequence of Streptococcus pneumoniae serotype 12F strain ASP0581 was submitted to DDBJ/ENA/GenBank under the accession number AP019192. Primary data were deposited in the NCBI primary data archive, SRA, under the reference number DRR121434. The version described in this paper is the first version.
